We report the draft genome sequence of Microbacterium oryzae strain MB-10 T , which was isolated from rice field soil. The genome is 3.04 Mb, with a GϩC content of 71.10%, and encodes 2,727 proteins. The genome sequence provides further information about strain MB-10 T and the genus Microbacterium.
3.04 Mb, with a GϩC content of 71.10%. The final draft genome contains 2,727 protein-coding sequences, 47 tRNAs, 3 5S rRNAs, 3 16S rRNAs, and 3 23S rRNAs.
Comparative genomic analysis was performed with the genome sequences of type strains available in the NCBI database, to evaluate the genomic relatedness, using JSpeciesWS (10) . The average nucleotide identities between Microbacterium oryzae strain MB-10 T and the reference genomes were Ͻ96%, indicating a type species (11) . Further, in silico DNA-DNA hybridization (DDH) was performed with the reference strains to calculate the genome-to-genome distances (12) . In silico DDH values were 20.30% to 20.40%, which are below the threshold value of 70%, justifying a type species. The type strain is MB-10 T (also designated JCM 16837 T or DSM 23396 T ).
Data availability. The whole-genome shotgun sequence of Microbacterium oryzae strain MB-10 T has been deposited in DDBJ/ENA/GenBank under accession number CP032550. SRA data are available in the NCBI SRA database under accession number SRR7825136.
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